Cardiocondyla obscurior is native to Southeast Asia but has become successfully established throughout the tropics and subtropics. Here, its mitochondrial genome was assembled from Illumina sequencing data. The genome is 15,213 bp long with a highly asymmetric nucleotide composition, and harbors the typical set of 37 mitochondrial genes and one noncoding control region. All PCGs are initiated with typical ATN codons and are terminated with TAA, TAG or the incomplete T(aa) codon. The control region has a remarkably high A þ T content (90.8%) and harbors a 34-bp-long tandem repeat (TA) 17 . Phylogenetic analysis suggests that it is closely related to Pristomyrmex punctatus.
The tramp ant Cardiocondyla obscurior is native to Southeast Asia but has become successfully established throughout the tropics and subtropics (Heinze et al. 2006; Schrader et al. 2014; Schmidt et al. 2016 ). This ant is an ideal model for studying a wide range of questions of evolutionary biology in eusocial insects, e.g. inbreeding, aging, phenotypic plasticity, and queen competition (Oettler and Schrempf 2016). Here, we assembled its complete mitochondrial genome (GenBank: KX951753) from high-throughput sequencing data.
In all, 13.8 M raw reads of 100 bp were retrieved from a previously published study (SRR1564444) (Schrader et al. 2014) . These data were generated from males of a laboratory-reared colony originally collected from CEPLAC, Ilh eus, Brazil (14 47 0 36 00 S, 39 3 0 9 00 W). The voucher specimen was stored in the Institute of Zoology, University of Regensburg, Germany. After quality-trimming with Trimmomatic v0.36 (Bolger et al. 2014) , they were used for mitogenome assembly with the Assembly by Reduced Complexity (ARC) pipeline (https://github.com/ibest/ARC) (Hunter et al. 2015) , with that of Vollenhovia emeryi (KU550061) as the reference. Mitogenome annotation was conducted with the MITOS Web Server (Bernt et al. 2013) , and was delicately adjusted by comparing with those of other ant species (Gotzek et al. 2010; Hasegawa et al. 2011; Babbucci et al. 2014; Duan et al. 2016; Kim et al. 2016; Liu et al. 2016) .
The mitochondrial genome of C. obscurior is 15,213 bp long with a highly asymmetric nucleotide composition (38.5% A, 14.3% C, 5.7% G, and 41.5% T; 'light strand'). It harbors the typical set of 37 animal mitochondrial genes (13 protein-coding genes/PCGs, 22 tRNAs, and two rRNAs) and one control region. The majority of these genes are located on the heavy strand except for four PCGs (nad1, nad4, nad4l, and nad5), eight tRNAs (trnC, trnF, trnH, trnL1, trnP, trnQ, trnV, and trnY), and the two rRNAs (rrnL and rrnS).
The PCGs are initiated with the typical ATA (nad1), ATT (atp8, cox2, nad2, nad3, nad4l, and nad5) or ATG (atp6, cob, cox1, cox3, nad4, and nad6) codons. Three types of stop codons are employed, including TAG (nad4 & nad4l), the incomplete stop codon T(aa) (cox1 and nad1) and TAA (the nine other PCGs). The tRNAs range in size from 59 (trnS1) to 70 bp (trnA) with a total length of 1443 bp. The two adjacent rRNAs are 597 bp (rrnS) and 1367 bp (rrnL) in length, respectively. The control region is 576 bp long with a remarkably high A þ T content (90.8%), and is located between rrnS and trnV. This region harbors a 34-bp-long tandem repeat (TA) 17 (13, 313) . There are twenty intergenic spacer and eight intergenic overlapping regions across the genome.
To ascertain its phylogenetic position, a Bayesian tree was reconstructed using the concatenated sequences of 12 wellaligned PCGs (all but atp8) for 18 formicid species with MrBayes v3.1.1 (Ronquist and Huelsenbeck 2003) as implemented in TOPALi v2.5 (Milne et al. 2009) (Figure 1 ). Phylogenetic analysis suggests that C. obscurior is more closely related to Pristomyrmex punctatus than to eight other myrmicine ants. Figure 1 . Phylogenetic relationships among 18 formicid species based on the Bayesian analysis of the concatenated sequences of 12 mitochondrial protein-coding genes (all but atp8; total size: 10,110 bp). The support values are indicated next to the branches. The tree was rooted with two vespid wasps, i.e. Abispa ephippium (EU302588) (Cameron et al. 2008) and Vespa mandarinia (KR059904) (Chen et al. 2016) . 
